A novel strain, designated 5715S-12 T , was isolated from an air sample collected from Suwon region, Republic of Korea, using R2A medium. The cells were strictly aerobic, Gram-negative, motile, short rods. Comparison of the 16S rRNA gene sequence of strain 5715S-12 T showed the highest sequence similarities to Aurantimonas altamirensis S21B T (95.9 %) and Aurantimonas coralicida WP1 T (95.4 %). Phylogenetic trees indicated that the strain formed a cluster with members of the family Aurantimonadaceae (A. altamirensis, A. coralicida and Fulvimarina pelagi). The major fatty acid was C 18 : 1 v7c. The predominant isoprenoid quinone was ubiquinone 10 (Q-10). Diphosphatidylglycerol, phosphatidylmonomethylethanolamine, phosphatidylethanolamine, phosphatidyldimethylethanolamine, phosphatidylglycerol, phosphatidylcholine and four unknown lipids were found as the polar lipid components. The DNA G+C content was 67.0 mol%. On the basis of the phenotypic and phylogenetic features studied, we propose that strain 5715S-12 T be assigned to a novel species of the genus Aurantimonas, for which the name Aurantimonas ureilytica sp. nov. (type strain 5715S-12 T 5KACC 11607
The genus Aurantimonas, with Aurantimonas coralicida as the type species, was proposed for an isolate from a diseased colony of the scleractinian coral Dichocoenia stokesi (Denner et al., 2003) . A second species, Aurantimonas altamirensis, was proposed recently for an isolate from a subterranean environment (Jurado et al., 2006) . With the genus Fulvimarina, isolated from marine environments (Cho & Giovannoni, 2003) , this genus took up a distinct phylogenetic position separable from the other families within the order Rhizobiales. Thus, these two genera were classified into an eleventh family within the order Rhizobiales of the Alphaproteobacteria, the family Aurantimonadaceae.
In the course of the study of bacterial strains isolated from air samples, we isolated a yellow-coloured bacterium, 5715S-12 T . The air samples were collected with an MAS-100 air sampler (Merck) (single-stage multiple-hole impactor) in Suwon city, Korea, on 15 July 2005. The sampler contained Petri dishes with R2A agar (BBL) amended with 200 mg cycloheximide ml 21 (Sigma). After sampling, plates were incubated at 28 uC for 5 days.
For phenotypic characterization, R2A medium was used as the basal medium. For transmission electron microscopy, cells were grown for 48 h on R2A medium, negatively stained with 0.5 % (w/v) uranyl acetate and examined with an LEO model 912AB electron microscope. Gram staining, catalase, oxidase, poly-b-hydroxybutyrate (PHB) formation and hydrolysis of casein, DNA, pectin and starch were determined by the method of Smibert & Krieg (1994) . Hydrolysis of CM-cellulose (0.1 %, w/v), chitin (1 %, w/v) and tyrosine (0.5 %, w/v) was tested by the appearance of clear zones around colonies. Temperature, salinity and pH ranges for growth were tested over the ranges of 5-45 u C, Abbreviation: PHB, poly-b-hydroxybutyrate.
The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain 5715S-12 T is DQ883810.
A transmission electron micrograph of a cell of strain 5715S-12 0-10 % (w/v) NaCl and pH 4.0-10.0. Pigment analysis was performed as reported by Denner et al. (2003) . Further biochemical characteristics were determined using the API 20NE, API ID 32GN and API ZYM systems, following the instructions of the manufacturer (bioMérieux).
Isoprenoid quinones were extracted from lyophilized cells and analysed by HPLC as described previously (Groth et al., 1996) . Polar lipid profiles were determined according to the methods of Minnikin et al. (1984) . Whole-cell fatty acids were analysed according to the standard protocol of the MIDI/Hewlett Packard Microbial Identification System (Sasser, 1990) after cultivation on marine agar 2216 (MA; Difco) for 3 days at 28 u C. The DNA G+C content was measured according to Mesbah et al. (1989) using a reversed-phase column (Supelcosil LC-18S; Supelco).
The 16S rRNA gene of the isolate was amplified by a PCR and sequenced directly using an ABI Prism 310 Genetic Analyzer (Applied Biosystems). The closest known relatives of the novel isolate were determined by performing GenBank/EMBL/DDBJ database searches. The software package MEGA version 3.1 (Kumar et al., 2004) was used for all analyses. Distances (using distance options according to Kimura's two-parameter model) and clustering using the neighbour-joining and maximum-parsimony methods were determined by using bootstrap values based on 1000 replicates.
Strain 5715S-12 T grew on R2A, MA, nutrient agar (Difco) and tryptic soy agar (Difco), but did not grow on MacConkey agar (Difco). Colonies were yellow, round and convex with clear margins after 3 days on R2A. Cells were short rods with more than one polar flagellum ( Supplementary Fig. S1 available in IJSEM Online). Strain 5715S-12
T yielded carotenoid pigments with peaks in the absorption spectrum at 447 and 470-471 nm and with a slight inflexion at 424-427 nm. Detailed phenotypic properties are summarized in Table 1 and the species description.
Strain 5715S-12
T contained ubiquinones that consisted mainly of ubiquinone 10 (Q-10). Strain 5715S-12
T revealed a complex polar lipid pattern, including diphosphatidylglycerol, phosphatidylmonomethylethanolamine, phosphatidylethanolamine, phosphatidyldimethylethanolamine, (Cho & Giovannoni, 2003) . All strains are strictly aerobic and positive for catalase, oxidase and urease. All strains are negative for nitrate reduction, indole production, glucose fermentation, arginine dihydrolase and hydrolysis of aesculin and gelatin. All strains are positive for alkaline phosphatase, esterase (C4), leucine arylamidase and naphthol-AS-BI-phosphohydrolase and negative for lipase (C14), valine arylamidase, cystine arylamidase, trypsin, a-chymotrypsin, a-galactosidase, b-galactosidase, b-glucuronidase, b-glucosidase, N-acetyl-b-glucosaminidase, a-mannosidase and a-fucosidase. T by the presence of the unknown lipid L3 and a larger amount of phosphatidylmonomethylethanolamine. The major fatty acid was C 18 : 1 v7c (62.2 %), and moderate amounts of C 18 : 1 2-OH (12.7 %), C 16 : 0 (9.0 %) and summed feature 3 (iso-C 15 : 0 2-OH and/or C 16 : 1 v7c) (6.9 %) were also detected (Table 2 ). The fatty acid profile of strain 5715S-12
T was similar to that of A. altamirensis S21B T except for the presence of a small amount (1.3 %) of C 16 : 0 3-OH in the former strain ( (Fig. 1) shows that strain 5715S-12 T forms a cluster with the two Aurantimonas species and F. pelagi. According to the maximum-parsimony tree ( Supplementary Fig. S3 available in IJSEM Online), strain 5715S-12 T was grouped with A. altamirensis S21B T within the genus Aurantimonas clade. Based on these results, it is concluded that strain 5715S-12
T represents a novel species of the genus Aurantimonas, for which the name Aurantimonas ureilytica sp. nov. is proposed.
Description of Aurantimonas ureilytica sp. nov.
Aurantimonas ureilytica (ur.e.i.ly9ti.ca. N.L. n. urea urea; N.L. fem. adj. lytica from Gr. adj. lutikos dissolving; N.L. fem. adj. ureilytica urea-dissolving).
Cells are motile, Gram-negative, non-spore-forming, short rods (1.0-1.5 mm wide and 1.5-2.5 mm long). Strictly anaerobic and catalase-and oxidase-positive. The ranges (optima) of temperature, pH and NaCl concentration for growth are 4-37 u C (25-30 u C), pH 4-9 (pH 7-8) and 0-3 %. Negative for nitrate reduction, indole production, glucose fermentation and arginine dihydrolase. Cells hydrolyse starch, Tween 80 and urea, but not aesculin, 
